The title compound, C 7 H 14 N 2 Si, crystallizes in a tetragonal space group and exists as an N-HÁ Á ÁN hydrogen-bonded tetramer, formed around the crystallographic fourfold rotoinversion axis. The molecular identity is clearly the 5-trimethylsilyl-3-methyl-1H-pyrazole tautomer and the structure is isomorphous with that of 5-tert-butyl-3-methyl-1H-pyrazole [Foces-Foces & Trofimenko (2001) . Acta Cryst. E57, o32-o34].
Related literature
For synthetic preparation of the title compound, see: Aoyama et al. (1984) . For isomorphous 5-tert-butyl-3-methyl-1H-pyrazole, see: Foces-Foces & Trofimenko (2001) . For a general introduction to polypyrazolylborate chemistry, see: Trofimenko (1999) . For related structures, see the Cambridge Structural Database: Groom & Allen (2014) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental

Crystal data
Symmetry code: (i) Ày þ Data collection: APEX2 (Bruker, 2008 ); cell refinement: APEX2 and SAINT (Bruker, 2008) ; data reduction: SAINT; program(s) used to solve structure: SUPERFLIP (Palatinus & Chapuis, 2007 ); program(s) used to refine structure: SHELXL2014 (Sheldrick, 2015) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) and Mercury (Macrae et al., 2008) ; software used to prepare material for publication: WinGX (Farrugia, 2012) and publCIF (Westrip, 2010) .
1
H NMR to often obscure important resonances from other aliphatic fragments. Replacing the tert-butyl group with a trimethylsilyl group would clear the standard aliphatic region of the NMR spectrum. During the course of our studies, we obtained X-ray quality crystals of the title compound which is reported herein.
S2. Structural commentary
The title compound ( Fig. 1) is isomorphous with known 5-tert-butyl-3-methyl-1H-pyrazole (Foces-Foces & Trofimenko, 2001 ). Apart from substitution of the tertiary carbon atom in 5-tert-butyl-3-methyl-1H-pyrazole with a silicon atom in the title compound, the structural features are nearly indistinguishable. At 100 K, the title structure appeared to have well ordered trimethylsilyl groups, while the 240 K structure of 5-tert-butyl-3-methyl-1H-pyrazole displayed rotational disorder of the tert-butyl group.
S3. Supramolecular features
Like 5-tert-butyl-3-methyl-1H-pyrazole, the title compound's packing includes an R 4 4 (12) hydrogen-bonding motif ( Fig. 2).
S4. Database survey
Pyrazoles are ubiquitous, particularly as building blocks for pyrazolylborate metal complexes. (12) hydrogen-bonding motif as the title compound. These include CSD refcode entries: AFAWEK, FAQTIA, GIRNEA, QAMQEA, QOFWUD, RIWDUX, TUHNEQ, UXOVAF, YESWUP. In all of these structures, including the title compound, a crystallographic 4-fold rotoinversion axis is at the center of the H-bonding motif.
S5. Synthesis and crystallization
Synthesis of the title compound was accomplished following a literature procedure involving reaction of trimethylsilyldiazomethane with n-butyllithium, followed by reaction with the α, β-unsaturated methacrylonitrile (Aoyama et al., 1984) . X-ray quality crystals were obtained by slow evaporation of a chloroform solution of the title compound. 
S6. Refinement
The pyrazole-H atom was located in a difference Fourier map and refined freely. All other H atoms were initially located in a difference Fourier map, but were included in the final refinement using the standard geometrically idealized positions and refined using the riding-model approximation (C-H = 0.95 and 0.98 Å for Ar-H and CH 3 ; U iso (H) = 1.2U eq (C) for the aromatic H atom and U iso (H) = 1.5U eq (C)) for methyl groups. The H atoms of the C6-methyl group were refined as orientationally disordered using the AFIX 127 command in SHELX2014 (Sheldrick, 2015) , with refined occupancies of 0.58 (3) and 0.42 (3) for the two moieties, respectively.
Crystal data, data collection and structure refinement details are summarized in Table 1 .
Figure 1
ORTEP-3 view of the title compound. Displacement ellipsoids are drawn at the 50% probability level. Only the larger part of the disordered H-atoms attached to C6 are shown.
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Figure 2
Mercury rendering of the R 4 4 (12) H-bonding motif view of the title compound.
3-Methyl-5-trimethylsilyl-1H-pyrazole
Crystal data Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
2 ) x y z U iso */U eq Occ. (<1) Si1
